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Figure S1. The domain architecture of Hsp33 homologues. (A) Activation of Hsp33 by
oxidation leads to conformational changes. The Hsp33 architecture consists of a thermostable N-
terminus (blue), a thermobile linker (green), and the C-terminal (yellow) regions. Activation of
Hsp33 by oxidation leads to the formation of two disulfide bonds between Cys232 and Cys234,
and Cys265 and Cys268, which in turn leads to the unfolding of the redox domain and
destabilization of the linker region (green). For representation we used reduced, Bacillus subtilis
Hsp33 X-ray structure (PDB: 1VZY) and oxidized E.coli Hsp33 X-ray structure (PDB: 1HW?7).
Due to high flexibility of the C-terminal domain, its structure in the oxidized form was not solved
by X-Ray crystallography (B) The architecture of Hsp33 homologues harboring additional
functional domains as defined by CD database (NCBI).



